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Supplementary Figures:  
 

Figure S-1. GELFrEE fractions visualized by 1-D gels 

Figure S-2. Gene ontology analysis of gene product precursors of the truncated proteoforms identified.  

Figure S-3. Distribution of molecular masses of the truncated proteoforms identified. 

Figure S-4. Number of truncated proteoforms for which a putative protease could be assigned to explain 
the produced amino termini and/or carboxyl termini of truncated forms.  

Supplementary Tables: 

Table S-1. Identified truncated proteoforms per gene product and assigned putative proteases. 

Table S-1 can be found as a separate excel file 
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Figure S-1. GELFrEE fractions visualized by 1-D gels 

 

 

Figure S-2. Gene ontology analysis of gene product precursors of the truncated proteoforms identified.  
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Figure S-3. Distribution of molecular masses of the truncated proteoforms identified. 

 

 

 

Figure S-4. Number of truncated proteoforms for which a putative protease could be assigned to explain 
the produced amino termini and/or carboxyl termini of truncated forms. For 34 proteoforms no 
proteases could be matched to either amino termini or the carboxyl termini. 
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